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Abstract
Background: In the silkworm, Bombyx mori, femaleness is strongly controlled by the female-specific W
chromosome. Originally, it was presumed that the W chromosome encodes female-determining gene(s),
accordingly called Fem. However, to date, neither Fem nor any protein-coding gene has been identified from the
W chromosome. Instead, the W chromosome is occupied with numerous transposon-related sequences.
Interestingly, the silkworm W chromosome is a source of female-enriched PIWI-interacting RNAs (piRNAs). piRNAs
are small RNAs of 23-30 nucleotides in length, which are required for controlling transposon activity in animal
gonads. A recent study has identified a novel mutant silkworm line called KG, whose mutation in the W
chromosome causes severe female masculinization. However, the molecular nature of KG line has not been well
characterized yet.
Results: Here we molecularly characterize the KG line. Genomic PCR analyses using currently available W
chromosome-specific PCR markers indicated that no large deletion existed in the KG W chromosome. Genetic
analyses demonstrated that sib-crosses within the KG line suppressed masculinization. Masculinization reactivated
when crossing KG females with wild type males. Importantly, the KG ovaries exhibited a significantly abnormal
transcriptome. First, the KG ovaries misexpressed testis-specific genes. Second, a set of female-enriched piRNAs was
downregulated in the KG ovaries. Third, several transposons were overexpressed in the KG ovaries.
Conclusions: Collectively, the mutation in the KG W chromosome causes broadly altered expression of testis-
specific genes, piRNAs, and transposons. To our knowledge, this is the first study that describes a W chromosome
mutant with such an intriguing phenotype.
Background
In the silkworm, Bombyx mori, females are heterogametic
(ZW) whereas males are homogametic (ZZ) [1,2].
Genetic studies have shown that at least one copy of the
W chromosome is sufficient for determining femaleness,
irrespective of Z chromosome copy number, suggesting
that the W chromosome is a strong female-determinant
in the silkworm [3,4]. Therefore, it was presumed that
the W chromosome likely encodes a female-determining
gene(s) so-called Fem. However, not even a single pro-
tein-coding gene has been identified from the W chro-
mosome. Instead, it was found that the silkworm W
chromosome contains numerous transposable elements,
their remnants, and simple repeats [1,5-7]. These make it
difficult to obtain a long contig sequence of the W chro-
mosome, and thus the complete sequence of the W chro-
mosome remains to be resolved.
Recently, we uncovered an intriguing facet of the silk-
worm W chromosome-the W chromosome is a source of
female-enriched PIWI-interacting RNAs (piRNAs) [8].
PIWI proteins and PIWI-interacting RNAs are at the
heart of transposon silencing system in animal gonads
[9-11]. piRNAs are 23-30 nucleotide-long small RNAs that
can act as sequence-specific guides for PIWI proteins.
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any medium, provided the original work is properly cited.Mutations in piRNA pathway proteins lead to de-silencing
of transposons and result in severe developmental defects
in germ line cells [9-11]. With the aid of piRNA deep-
sequencing and careful analyses, we identified a number of
transposons and associated piRNAs originating from the
sex-determining region of the W chromosome [8]. The
role of female-enriched piRNAs remains enigmatic.
Doublesex (dsx) gene is an evolutionarily conserved tran-
scription factor that mediates the somatic sex determina-
tion pathway [12,13]. B. mori dsx (Bmdsx) is alternatively
spliced in a sex-dependent manner, yielding male-specific
BmDSX or female-specific BmDSX (BmDSXM and
BmDSXF, respectively). BmDSXF is a functional switch at
the bottom of sex determination pathway in the silkworm
[12,13]. B. mori P-element somatic inhibitor (BmPSI) and
IGF-II mRNA binding protein (BmIMP) contribute to
sex-specific splicing of Bmdsx mRNAs [14,15].
The KG line is a mutant line that shows various degrees
of female masculinization features, such as formation of
chitin-like structures in the external genitalia [16]. It has
been genetically shown that masculinization is caused by a
mutation in the KG W chromosome. One of the most
prominent phenotypes in masculinized females is the
aberrant splicing of Bmdsx mRNAs. Masculinized female
tissues, including ovarian tissues, express both female- and
male-type Bmdsx mRNAs, indicating that the mutation in
the KG W chromosome interferes with the somatic sex
determination pathway. Although this remarkable pheno-
type is unique to the silkworm KG line the molecular nat-
ure of KG W chromosome is largely unknown. Here, we
investigated expression profiles of testis-specific genes,
piRNAs, and transposons in the KG ovaries. Our results
revealed that the mutation in the KG W chromosome
caused misexpression of testis-specific genes, reduction of
a set of piRNAs, and overexpression of transposons in the
KG ovaries.
Results and discussion
Genetic analyses of the KG line
The KG line had been maintained by continuous sib-
c r o s s e sa si st h ec a s ef o ro t h e rs i l k w o r mm u t a n t s .U n e x -
pectedly, continuous sib-crosses between KG females and
males over several generations weakened masculinized
phenotypes (only 1/79 females showed masculinization at
generation 4 (G4): Figure 1A and Table 1). Crossing a
KG female of weakened masculinization with a WT male
again produced severely masculinized females (187/187:
Figure 1A and Table 1). Crosses using a WT female and
a( G 3 ♀ ×WT♂) male did not produce masculinized
females (0/117: Table 1), confirming that the mutation
resides in the KG W chromosome. These results indi-
cated that masculinized phenotypes of the KG line were
unstable to be genetically maintained.
Our results suggested that the mutation in the KG W
chromosome became suppressed during sib-crosses. We
envision that masculinized phenotypes depend on interac-
tion between the mutated W chromosome and normal
autosomes/Z chromosomes. For example, a masculinizing
factor is located on autosomes/Z chromosomes while the
W chromosome harbors an anti-masculinization factor,
which might be mutated in the KG W chromosome.
Thus, the results of sib-cross experiments can be
explained by incompatibility between a masculinizing and
anti-masculinization factors of the WT and the original
KG line, respectively. Natural selection against the severe
KG phenotypes may attribute to the diminishing masculi-
nization as well.
Several W chromosome-specific RAPD makers are
available for the silkworm W chromosome [17-19]. We
utilized these markers to understand the structure of
KG W chromosome. As shown in Figure 1B, when com-
pared to the WT W chromosome, the KG W chromo-
some retained 8 RAPD markers surveyed, indicating
that the KG W chromosome does not have a large dele-
tion, unlike is observed in the W chromosome of sex-
limited yellow-cocoon strain [8,17].
KG ovaries misexpressed a number of testis-specific
genes
To understand the molecular nature of the masculinized
phenotypes observed in the KG line, we focussed on the
masculinized ovaries. To obtain females showing severe
masculinization, we used individuals generated by (KG ×
WT) female × WT male. For simplicity, these are
described as the KG females/males or the KG line in this
manuscript (Figure 1A).
We at first investigated the splicing pattern of Bmdsx
mRNAs. We confirmed that, as reported in Fujii et al.
(2010) [16], the KG ovaries expressed both male- and
female-type Bmdsx mRNAs, suggesting that the KG ovaries
contained both female- and male-type cells (Figure 2A). At
this point, we cannot exclude the possibility that a mutated
single cell expressed both types of Bmdsx mRNAs.
To determine if the mutated KG W chromosome
affects expression of testis-specific genes, we examined
the abundance of several testis-specific mRNAs via quan-
titative PCR (qPCR). For this analysis, we focused on pre-
viously reported testis-specific genes [20]. Our results
demonstrated that, when compared to the WT ovaries,
several testis-specific genes were overexpressed in the
K Go v a r i e s( F i g u r e2 B ) .T h ee x p r e s s i o nl e v e l so ft h e s e
genes in the KG ovaries were still less abundant than
those in the KG testes. The expression levels were quite
similar between WT and KG testes. These data indicated
that the mutation in the KG W chromosome disrupted
sex-specific transcriptome in the KG ovaries. At this
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Page 2 of 10Figure 1 Genetic analysis of the KG line. (A) Mating scheme. KG♀×KG♂ and KG♀×WT♂, but not WT♀×KG♂ generated masculinized females.
Sib-crosses weakend masculinized phenotypes, but KG♀×WT♂ reactivated masculinization. (KG♀×WT♂)♀×WT♂ individuals were used in this
study. See also Table 1. (B) The molecular structure of KG W chromosome. Genomic PCR analyses were performed by using eight W
chromosome-specific RAPD markers [17]. Arrowheads indicate W chromosome-specific amplicons.
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Page 3 of 10point, we cannot determine if misexpressions of these
testis-specific genes are simply dependent on heteroge-
neous Bmdsx expression in the KG ovaries.
Reduction of female-enriched piRNAs in the KG ovaries
We previously reported that the silkworm W chromosome
is a source of female-enriched piRNAs [8]. With the aid of
our guidelines, we can deduce genomic origins of transpo-
sons based on piRNA expression data-piRNAs derived
from the W chromosome are expressed more abundantly
in the ovary than in the testis. Thus, piRNA expression
data from the KG ovaries are likely to be useful to under-
stand the molecular nature of KG W chromosome. To
this end, we constructed, sequenced, and analyzed piRNA
libraries from KG ovaries of the three individuals gener-
ated by (KG × WT) female × WT male. Cloned reads
were mapped to the silkworm genome to infer a sequen-
cing depth for normalization. We focused on piRNAs
mapped to 121 well-annotated transposons.
In the WT ovary, transposon piRNAs are enriched for
Ua tt h e5 ’ e n d s( 1 Ub i a s ) ,a n da n t i s e n s ep i R N A sa r e
more abundant than sense piRNAs (antisense strand
bias) [8]. These biases were unaltered in the KG ovaries,
suggesting that the mutation does not affect general
properties of ovarian piRNAs (Table 2).
Next, we catalogued expression levels of sense and anti-
sense transposon piRNAs. For this analysis, 60 transpo-
sons, to which more than 500 reads per million (RPM)
ovarian piRNAs mapped, were used. We found that a set
of sense and antisense transposon piRNAs including
female-enriched piRNAs showed a significant reduction
in the KG ovaries (Figure 3). When focused on female-
enriched piRNAs deriving from the sex-determining
region in the W chromosome [8], Kendo, Bm5886,a n d
Taguchi piRNAs were significantly decreased in the KG
ovaries (approximately 40% reduction: Figure 4). In
contrast, although trest1 piRNAs are enriched in the
sex-determining region [8], they were unaltered by the
mutation in the KG W chromosome. Moreover, Pakurin
female-enriched piRNAs, which are not enriched in the
sex-determining region [8], exhibited a significant reduc-
tion in the KG ovaries (Figure 3). Taken altogether, the
mutation in the KG W chromosome affected expression
levels of a specific set of piRNAs including female-
enriched piRNAs, but this was not restricted to piRNAs
deriving from the sex-determining region. Disruption of
female-enriched piRNA expressions could simply be
attributed to an indirect consequence of male-like gene
expression profiles established in the KG ovaries. Alterna-
tively, considering that the mutation resides in the KG W
chromosome, reduction of female-enriched piRNAs
m i g h tb ed i r e c t l yc a u s e db yt h em u t a t i o ni nt h eK GW
chromosome. Unfortunately, the unavailability of the
entire W chromosome sequence and the lack of crossover
in silkworm females make it impossible to determine the
exact nature of mutation in the KG W chromosome.
Overexpression of transposons in the KG ovaries
Because we identified abnormal female-enriched piRNA
expression, we set out to investigate the expression pro-
file of several transposons (Figure 5). We detected higher
expression of transposon RNAs in the KG ovaries than in
t h eW To v a r i e s .T r a n s p o s o nR N A sw e r em o r eh i g h l y
expressed in the WT testes than in the WT ovaries.
Expression levels were comparable (Kendo and Taguchi)
or even higher (SART1,a n dtrest1)i nt h eK Go v a r i e s
than in the KG testes. These cases were different from
the cases for testis-specific genes, whose expressions
were higher in the WT and KG testes than in the KG
ovaries (Figure 2B). Thus, it is likely that the observed
overexpression of transposons could be caused by two
independent phenomena: masculinization and transpo-
son de-silencing. We suggest that the mutation in the
KG W chromosome caused transposon de-silencing in
the KG ovaries. Previous studies have demonstrated that
piRNA reductions are not always coincident with corre-
sponding transposon de-silencing [21-23]. Consistent
with this, we observed piRNA reduction for Kendo but
not for SART1 while both elements were overexpressed
in the KG ovaries. Thus, it is still unclear whether reduc-
tion of female-enriched piRNAs is a direct cause for
transposon de-silencing.
Conclusion
Here we thoroughly analyzed an intriguing silkworm
mutant called the KG line, whose mutated W chromo-
some causes severe female masculinization. Our genetic
analyses showed that masculinization became suppressed
during the course of sib-crosses over generations, but
became reactivated when crossing a KG female with a WT
male. These data indicated an interaction between the W
chromosome and autosomes/Z chromosomes regarding
masculinized phenotypes. Interestingly, the KG female
ovaries misexpressed testis-specific genes. Expression
Table 1 Genetic analysis of the KG line
Crosses Female
Masculinized
Female
Normal
Male
Normal
G0♀ ×G 0 ♂ 01 2
G1♀ ×G 1 ♂ 12 9 19
G2♀ ×G 2 ♂ 35 92 140
G3♀ ×G 3 ♂ 17 8 9 5
G3♀ ×W T ♂ 187 0 201
WT♀ × (G3♀ ×
WT♂)♂
0 117 128
The numbers of masculinized females and males from four generations are
indicated.
All G0 females exhibited masculinized phenotypes
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Figure 2 Misexpression of testis-specific genes in the KG ovaries. (A) Abnormal splicing of Bmdsx mRNAs in the KG ovaries. The primers
that can discriminate female- and male-type Bmdsx were used. (B) Misexpression of testis-specific genes in the KG ovaries. The amounts of
indicated mRNAs were measured by qPCR, normalized to rp49, and described as a box plot. Expressions of testis-specific genes in the WT and
KG ovaries were enlarged. n = 3 for the WT ovaries, WT testes, and KG testes. n = 8 for the KG ovaries. * p < 0.05, Student’s t-test. NS, non
significant.
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Page 5 of 10levels of these testis-specific genes in the KG ovaries were
higher than in the WT ovaries but less than in the WT
testes. Comprehensive piRNA profiling revealed that a set
of female-enriched piRNAs including those deriving from
the sex-determining regions was reduced in the KG ovar-
ies. Accordingly, we detected transposon de-silencing in
the KG ovaries. Our current study suggests a possible link
between the sex differentiation pathway and the piRNA
pathway in the silkworm.
Methods
Bombyx mori strains
Wild type (WT) strain p50T (WT) and the KG line
were reared on fresh mulberry leaves in an insect-rear-
ing chamber under short-day conditions (12 L: 12D).
Table 2 1U and antisense bias of piRNAs deriving from
the KG ovaries
WT KG lines
1U bias (%) 73 69(± 0.91)
antisense bias 3.5 3.7(± 0.31)
The percentages of piRNAs with 1U in total transposon piRNAs are indicated
The ratios between sense and antisense transposon piRNAs are indicated
The standard deviations (n = 3) are shown in parentheses
Figure 3 Profiling of piRNAs in the KG ovaries. Heat map showing relative abundances of sense and antisense transposon piRNAs in the KG
ovaries of three individuals (WT ovarian piRNAs = 1). Blue indicates relative expression (RE) meets 0.6 ≤ RE ≤ 1.6. Light blue corresponds to RE <
0.6 and red indicates RE > 1.6.
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Page 6 of 10Every batch was divided into two groups: one was for
collecting ovaries and testes at the pupal stage and
another was for confirming masculinized phenotypes at
the adult stage.
Genomic PCR
Genomic PCR with several W chromosome-specific
RAPD markers was performed as described previously
[17].
piRNA library construction
Total RNA was prepared using Trizol reagent (Invitro-
gen, CA, USA) according to the manufacturer’sp r o t o -
col. The total RNA (10 μg) was loaded onto a 15%
denaturing polyacrylamide gel containing 8 M urea,
electrophoresed, and then stained with SYBRGold (Invi-
trogen). Signals were visualized using LAS-1000 film
(Fujifilm, Tokyo, Japan). As silkworm piRNAs are visible
as a distinct band by SYBRGold staining, we could easily
gel-purify piRNA-containing fraction. Small RNA
libraries were constructed using a small RNA cloning
kit (Takara, Kyoto, Japan). DNA sequencing was per-
formed using the Solexa genetic analysis system (Illu-
mina, CA, USA). One nanogram of the prepared cDNA
was used for the sequencing reactions with the Illumina
GA. 10,000-15,000 clusters were generated per “tile”,
and 36 cycles of the sequencing reactions were per-
formed. The protocols of the cluster generation and
sequence reactions were according to the manufacturer’s
instructions.
Sequence analysis
Solexa sequencing generated reads of up to 36 nucleo-
tides in length. The 3’ adaptor sequences were identified
and removed, allowing for up to two mismatches. Reads
without adaptor sequences were discarded. Reads
shorter than 23 nucleotides or longer than 30 nucleo-
tides were excluded, resulting in reads of 23-30 nucleo-
tides. Alignment to the B. mori genome [24], 121
annotated transposons, and 1668 ReAS clones [25] were
performed with SOAP2 (ver. 2.20) allowing no mis-
match [26]. The total number of perfect genome-map-
ping reads reflects the sequencing depth. To compare
the reads among different data sets, reads were
expressed in reads per million (RPM) by normalizing to
the total number of perfect genome-mapping in each
library. Raw excel data for transposon piRNA profiles in
the KG ovaries will be provided upon request.
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Figure 4 Profiling of piRNAs deriving from the sex-determining region in the KG ovaries. Relative abundances of total transposon piRNAs
enriched in the sex-determining region [8]. Error bar indicates ± standard deviation (n = 3).
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Figure 5 Overexpression of transposons in the KG ovaries. The amounts of indicated mRNAs were measured by qPCR, normalized to rp49,
and described as a box plot. n = 3 for the WT testes and KG testes. n = 6 for the WT ovaries. n = 8 for the KG ovaries. * p < 0.05, one-way
ANOVA, Tukey’s multiple comparison test. NS, non significant.
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Page 8 of 10Quantitative PCR (qPCR)
cDNA synthesis and quantitative PCR analyses were
performed as described previously [27]. Primers used in
this experiment are described in Table 3.
Data deposition
piRNAs sequenced in this study are deposited as
DRA000275 in the DNA database of Japan (DDBJ).
Abbreviations
piRNA: PIWI-interacting RNA; RAPD: randomly amplified polymorphic DNA.
Acknowledgements
We thank P. B. Kwak, A. Tsutsumi, and Y. Tomari for their critical comments
on the manuscript, and M. Kawamoto for the technical assistance. Sh.K. is a
recipient of fellowship from the Japan Society for the Promotion of Science.
This work was supported in part by the Grants-in-Aid for Scientific Research
(No. 22115502 to Su.K., and No. 17018007 to T.S.), the National Bio-Resource
Project “Silkworm”, and the Professional Program for Agricultural
Bioinformatics from the Ministry of Education, Culture, Sports, Science, and
Technology, Japan.
Author details
1Department of Agricultural and Environmental Biology, Graduate School of
Agricultural and Life Sciences, The University of Tokyo, Yayoi 1-1-1, Bunkyo-
ku, Tokyo 113-8657, Japan.
2Department of Medical Genome Sciences,
Graduate School of Frontier Sciences, The University of Tokyo, 4-6-1
Shirokanedai, Minato-ku, Tokyo 108-8639, Japan.
Authors’ contributions
HK performed most molecular experiments and participated in manuscript
preparation. TF and TS performed genetic analyses. YS and SS performed
solexa-sequencing analysis. SuK supervised the study and participated in
manuscript preparation. ShK analyzed deep sequencing data, supervised the
study, and wrote the paper. All authors read and approved the final
manuscript.
Competing interests
The authors declare that they have no competing interests.
Received: 10 January 2012 Accepted: 28 March 2012
Published: 28 March 2012
References
1. Fujii T, Shimada T: Sex determination in the silkworm, Bombyx mori:a
female determinant on the W chromosome and the sex-determining
gene cascade. Semin Cell Dev Biol 2007, 18:379-388.
2. Traut W, Sahara K, Marec F: Sex chromosomes and sex determination in
Lepidoptera. Sex Dev 2007, 1:332-346.
3. Hashimoto H: The role of the W-chromosome in the sex determination
of Bombyx mori. Jpn J Genet 1933, 8:245-247.
4. Tajima Y: Studies on chromosome aberrations in the silkworm. II.
Translocation involving second and W-chromosomes. Bull Seric Exp Stn
1944, 12:109-181.
5. Abe H, Mita K, Yasukochi Y, Oshiki T, Shimada T: Retrotransposable
elements on the W chromosome of the silkworm, Bombyx mori.
Cytogenet Genome Res 2005, 110:144-151.
6. Sahara K, Yoshido A, Kawamura N, Ohnuma A, Abe H, Mita K, Oshiki T,
Shimada T, Asano S, Bando H, Yasukochi Y: W-derived BAC probes as a
new tool for identification of the W chromosome and its aberrations in
Bombyx mori. Chromosoma 2003, 112:48-55.
7. Yoshido A, Bando H, Yasukochi Y, Sahara K: The Bombyx mori karyotype
and the assignment of linkage groups. Genetics 2005, 170:675-685.
8. Kawaoka S, Kadota K, Arai Y, Suzuki Y, Fujii T, Abe H, Yasukochi Y, Mita K,
Sugano S, Shimizu K, Tomari Y, Shimada T, Katsuma S: The silkworm W
chromosome is a source of female-enriched piRNAs. RNA 2011,
12:2144-2151.
9. Ghildiyal M, Zamore PD: Small silencing RNAs: an expanding universe.
Nat Rev Genet 2009, 10:94-108.
10. Klattenhoff C, Theurkauf W: Biogenesis and germline functions of piRNAs.
Development 2008, 135:3-9.
11. Malone CD, Hannon GJ: Molecular evolution of piRNA and transposon
control pathways in Drosophila. Cold Spring Harb Symp Quant Biol 2009,
74:225-234.
12. Funaguma S, Suzuki MG, Tamura T, Shimada T: The Bmdsx transgene
including trimmed introns is sex-specifically spliced in tissues of the
silkworm, Bombyx mori. J Insect Sci 2005, 5:17.
13. Suzuki MG, Funaguma S, Kanda T, Tamura T, Shimada T: Role of the male
BmDSX protein in the sexual differentiation of Bombyx mori. Evol Dev
2005, 7:58-68.
14. Suzuki MG, Imanishi S, Dohmae N, Asanuma M, Matsumoto S: Identification
of a male-specific RNA binding protein that regulates sex-specific
splicing of Bmdsx by increasing RNA binding activity of BmPSI. Mol Cell
Biol 2010, 30:5776-5786.
15. Suzuki MG, Imanishi S, Dohmae N, Nishimura T, Shimada T, Matsumoto S:
Establishment of a novel in vivo sex-specific splicing assay system to
identify a trans-acting factor that negatively regulates splicing of
Bombyx mori dsx female exons. Mol Cell Biol 2008, 28:333-343.
16. Fujii T, Abe H, Shimada T: Molecular analysis of sex chromosome-linked
mutants in the silkworm Bombyx mori. J Genet 2010, 89:365-374.
17. Abe H, Fujii T, Tanaka N, Yokoyama T, Kakehashi H, Ajimura M, Mita K,
Banno Y, Yasukochi Y, Oshiki T, Nenoi M, Ishikawa T, Shimada T:
Identification of the female-determining region of the W chromosome
in Bombyx mori. Genetica 2008, 133:269-282.
18. Fujii T, Abe H, Katsuma S, Mita K, Shimada T: Mapping of sex-linked genes
onto the genome sequence using various aberrations of the Z
chromosome in Bombyx mori. Insect Biochem Mol Biol 2008, 38:1072-1079.
19. Fujii T, Tanaka N, Yokoyama T, Ninaki O, Oshiki T, Ohnuma A, Tazima Y,
Banno Y, Ajimura M, Mita K, Seki M, Ohbayashi F, Shimada T, Abe H: The
female-killing chromosome of the silkworm, Bombyx mori, was
generated by translocation between the Z and W chromosomes.
Genetica 2006, 127:253-265.
20. Arunkumar KP, Mita K, Nagaraju J: The silkworm Z chromosome is
enriched in testis-specific genes. Genetics 2009, 182:493-501.
21. Kirino Y, Vourekas A, Sayed N, de Lima Alves F, Thomson T, Lasko P,
Rappsilber J, Jongens TA, Mourelatos Z: Arginine methylation of
Aubergine mediates Tudor binding and germ plasm localization. RNA
2010, 16:70-78.
22. Li C, Vagin VV, Lee S, Xu J, Ma S, Xi H, Seitz H, Horwich MD, Syrzycka M,
Honda BM, Kittler EL, Zapp ML, Klattenhoff C, Schulz N, Theurkauf WE,
Weng Z, Zamore PD: Collapse of germline piRNAs in the absence of
Argonaute3 reveals somatic piRNAs in flies. Cell 2009, 137:509-521.
Table 3 Primers used in this study
Name Seq. (5’ to 3’)
Male specific sperm protein-RT-Fw GCGAGAGGTGCTTATGGTTC
Male specific sperm protein-RT-Re GTCCATGGTGCGCATAAATA
Dynein-light-chain-RT-Fw GGTTTGGGCAAAAAGACAGA
Dynein-light-chain-RT-Re ATCTTTTGGTTTCGCCAGTG
Kendo-RT-Fw CAAACGTGCGCGCAAGTCCG
Kendo-RT-Re ATACGGTCGTCGTGCCGGAG
SART1-RT-Fw TCGCAGGCAGTTATTGTCAA
SART1-RT-Re GGCTAAAATCGATACGGCAGA
Taguchi-RT-Fw CCCTTTGCACTGACAAAGAG
Taguchi-RT-Re TGTGGGCGATGGACAGGCTT
trest1-RT-Fw TTGCGTCCACCGCTTCCTCC
trest1-RT-Re TGTGTTGAGACATTCCGCGG
Bmdsx-Fw AACCATGCCACCACTGATACCAAC
Bmdsx-Re GCACAACGAATACTGCTGCAATCG
Hara et al. BMC Genomics 2012, 13:119
http://www.biomedcentral.com/1471-2164/13/119
Page 9 of 1023. Malone CD, Brennecke J, Dus M, Stark A, McCombie WR, Sachidanandam R,
Hannon GJ: Specialized piRNA pathways act in germline and somatic
tissues of the Drosophila ovary. Cell 2009, 137:522-535.
24. International Silkworm Genome Consortium: The genome of a
lepidopteran model insect, the silkworm Bombyx mori. Insect Biochem
Mol Biol 2008, 38:1036-1045.
25. Osanai-Futahashi M, Suetsugu Y, Mita K, Fujiwara H: Genome-wide
screening and characterization of transposable elements and their
distribution analysis in the silkworm, Bombyx mori. Insect Biochem Mol
Biol 2008, 38:1046-1057.
26. Li R, Yu C, Li Y, Lam TW, Yiu SM, Kristiansen K, Wang J: SOAP2: an
improved ultrafast tool for short read alignment. Bioinformatics 2009,
25:1966-1967.
27. Kawaoka S, Minami K, Katsuma S, Mita K, Shimada T: Developmentally
synchronized expression of two Bombyx mori Piwi subfamily genes,
SIWIand BmAGO3n germ-line cells. Biochem Biophys Res Commun 2008,
367:755-760.
doi:10.1186/1471-2164-13-119
Cite this article as: Hara et al.: Altered expression of testis-specific
genes, piRNAs, and transposons in the silkworm ovary masculinized by
a W chromosome mutation. BMC Genomics 2012 13:119.
Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
Hara et al. BMC Genomics 2012, 13:119
http://www.biomedcentral.com/1471-2164/13/119
Page 10 of 10